Fig. S1
Mantel correlation between the pairwise matrix of OTU niche distances and the phylogenetic distances in pika gut microbiota with 999 permutations. Significant correlations (P < 0.05) of phylogenetic signals in species ecological niches are marked as solid circles, whereas non-significant correlations are labeled as hollow circles.
Fig. S2
The abundance distribution of major phyla in pika gut across elevations and their corrlation with elevation. The relative abundance of these phyla was normalized using Z-score transformation Only those phyla with mean relative abundance > 0.05% across all samples are shown. Spearman correlation analysis was used to detect the correlation between the relative abudance of these genera and elevation. The symbol ( * ) means significant correlations with P < 0.05. NS signifies no significance. 
Fig. S7
The distribution of the predicted gene functions associated with metabolism at level 2 across elevations. The relative abundance of gene functions was normalized using Z-score transformation. Only those gene functions that correlated with elevation (r > 0.3 or < -0.3, P < 0.01) are shown (all P values < 0.001).
Fig. S8
The weighted standardized effect size of the mean nearest taxon distance (SES.MNTD) for the three dominant phyla Firmicutes, Bacteroidetes, Proteobacteria was significantly correlated with elevation (all P values < 0.001).
Fig. S9
The composition of plant communities in each elevation. Only nine most abundant plant species were shown.
